Table S1
List of samples including species names, GenBank accession numbers, applicability for the different datasets and source of the current and downloaded sequences used in the study. Figure S1 Detailed phylogenetic relationships of Diadema based on COI sequences. Bayesian phylogenetic tree reconstruction is based on the COI dataset (64 sequences, 526 bp long) representing all extant species of Diadema as well as the Mediterranean material (highlighted in yellow). The tree was rooted on Echinothrix diadema and Astropyga radiata. Supporting values (> 0.6 posterior probabilities and > 60% ML bootstrap values) are shown above the nodes. ML bootstrap support was calculated from 1000 replications and BI posterior probabilities from 7.5 million generations (after burn-in). Details on the sequences used for this tree are given in Table S1 .
Figure S2
Detailed phylogenetic relationships of Diadema based on LYS sequences. Bayesian phylogenetic tree reconstruction is based on the LYS dataset (399 sequences, 524 bp long) representing all extant species of Diadema as well as the Mediterranean material (highlighted in yellow). The tree was rooted on Echinothrix calamaris, Astropyga pulvinata and Astropyga radiata. Supporting values (> 0.6 posterior probabilities and > 60% ML bootstrap values) are shown near the nodes. ML bootstrap support was calculated from 1000 replications and BI posterior probabilities from 7.5 million generations (after burn-in). Details on the sequences used for this tree are given in Table S1 .
